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Development of predictive model for future prevalence of antimalarial-resistant
gene using microsatellite polymorphism
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Malaria is one of the three major infectious disease including tuberculosis and
HIV/AIDS. The biggest barrier for the global achievement of malaria control is emergence and spread of
drug resistant malaria. This study successfully created a model that can estimate a level of selective
advantage in drug-resistant parasite by one-point sampling and by using this estimate, predict the
trajectory of drug resistant allele prevalence. This model will be able to be applicable to various
malaria endemic regions and provide future estimation of drug-resistance without frequent sampling.
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